Complex segregation analysis of Carabelli's trait in a Melanesian population.
A complex segregation analysis was performed on Carabelli's trait on the upper first molar utilizing 358 nuclear families from the Solomon Islands of Bougainville and Malaita. Simultaneous estimation of three sources of variation by the method of maximum likelihood demonstrates a significant effect of shared sibling environment which accounts for over 19% of the variance in liability for the trait. In addition, a statistically significant major gene influence is discussed and suggestions for quantifying individual liability levels for this and other dental traits are outlined.